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AY028435 2949 bp mRNA PRI 09-APR-2001 

Homo sapiens adaptor protein kanadaptin itiRNA, complete cds . 
AY028435 

AY028435.1 GI: 13562129 
human . 

Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 
1 (bases 1 to 2949) 

Cheunsuchon, B. , Malasit^P. and 



FEATURES 

source 



CDS 



REFERENCE 

AUTHORS Kittanakom, S . , Akkarapatumwong, V . 

Yenchitsomanus, P. 
TITLE Human kanadaptin cDNA sequence 

JOURNAL Unpublished 
REFERENCE 2 (bases 1 to 2949) 
AUTHORS Akkarapatumwong, V. 
TITLE Direct Submission 

JOURNAL Submitted (06-MAR-2001) Institute of Molecular Biology and 
Genetics, Mahidol University, Nakorn Pathom 73170, Thailand 
REFERENCE 3 (bases 1 to 294 9) 

AUTHORS Kittanakom, S . , Cheunsuchon, B . , Malasit,P. and Yenchitsomanus, P . 
TITLE Direct Submission 

JOURNAL Submitted ( 06-MAR-2001 ) Research and Development and Department of 
Pathology, Faculty of Medicine Siriraj Hospital, Mahidol 
University, Prannok Road, Bangkok 10700, Thailand 
Location/Qualifiers 
1. .2949 

/organism="Homo sapiens" 
/db_xref-"taxon: 9606" 
/chromosome="2 " 
/tissue_type=" kidney" 
259. .2649 
/codon_start=l 

/product="adaptor protein kanadaptin" 
/protein__id="AAK29177 . 1" 
/db_xref-"GI: 13562130" 

/translation-"MLAPLRNAPGREGATSPSPPTDATGSLGEWDVDRNVKTEGWVSK 
ERISKLHRLRMADILSQSETLASQDLSGDFKKPALPVSPAARSKAPASSSSNPEEVQK 
EGPTALQDSNSGEPDIPPPQPDCGDFRSLQEEQSRPPTAVSSPGGPARAPPYQEPPWG 
GPATAPYSLETLKGGTILGTRSLKGTSYCLFGRLSGCDVCLEHPSVSRYHAVLQHRAS 
GPDGECDSNGPGFYLYDLGSTHGTFLNKTRIPPRTYCRVHVGHVVRFGGSTRLFILQG 
PEEDREAESELTVTQLKELRKQQQILLEKKMLGEDSDEEEEMDTSERKINAGSQDDEM 
GCTWGMGEDAVEDDAEENPIVLEFQQEREAFYIKDPKKALQGFFDREGEELEYEFDEQ 
GHSTWLCRVRLPVDDSTGKQLVAEAIHSGKKKEAMIQCSLEACRILDTLGLLRQEAVS 
RKRKAKNWEDEDFYDSDDDTFLDRTGLIEKKRLNRMKKAGKIDEKPETFESLVAKLND 
AERELSEISERLKASSQVLSESPSQDSLDAFMSEMKSGSTLDGVSRKKLHLRTFELRK 
EQQRLKGLIKIVKPAEIPELKKTETQTTGAENKAKKLTLPLFGAMKGGSKFKLKTGTV 
GKLPPKRPELPPTLMRMKDEPEVEEEEEEEEEEEKEKEEHEKKKLEDGSLSRPQPEIE 
PEAAVQEMRPPTDLTHFKETQTHENMSQLSEEEQNKDYQDCSKTTSLCAGPSASKNEY 
EKSRGELKKKKTPGPGKLPPTLSSKYPEDDPDYCVWVPPEGQSGDGRTHLNDKYGY" 

BASE COUNT 902 a 634 c 770 g 643 t 

ORIGIN 

1 ggaggtacca cactattcac tgctgcgtcg cagagcgggc tgggcggctg tctggacctc 
61 gagtggcctg aggcaaggat cgcgtcagac cccgaaagct ggtttgttga ttagtgatct 
121 aagaccgccg gaagcgcttc ttctcaatca agctatgcaa caggaagtca ttacgatccc 
181 gttgtaacct ctaaatatgt ccccgttctg cacagcatcc cgataaccgt tttgtttttc 
241 tcatattatg accttctcat gttagcacca cttcgcaacg ctccaggtcg tgaaggagca 
301 acttcaccat cgccgcctac agacgccact gggagcttgg gagagtggga cgtggacagg 
361 aacgtaaaga ccgaagggtg ggtttcgaag gagcggattt cgaagttgca ccggttgagg 
421 atggctgaca ttctctctca gtcagagacc ctggcgtcgc aagacctcag tggggacttc 
481 aagaagccag ctctgccggt gtccccagcg gcgcggagta aggccccggc cagcagttct 
541 tcaaaccctg aggaggtaca gaaggaaggg cccactgcgt tgcaggactc caattctggg 
601 gagcccgaca tccctcctcc tcagccggac tgcggtgatt ttaggagtct acaggaggag 
661 cagtcgcgcc ccccgacagc ggtttcttcc cctggcggtc cagcccgggc tcccccctac 
721 caagagcctc catggggtgg ccctgccaca gccccctaca gcttagagac cctgaagggc 
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ggcactatcc 
tctggctgcg 
cacagggcgt 
gatctgggaa 
tgtcgagtcc 
cagggaccag 
ttgcgcaagc 
gaagaggaaa 
ggttgcacct 
gtcttagagt 
caaggctttt 
agcacttggc 
gctgaggcca 
tgtcggattc 
gccaagaact 
actggcctga 
aagccagaga 
gaaatttctg 
tctttagatg 
aagaaacttc 
ataaaaattg 
ggtgcagaaa 
agcaaattca 
cctccaactc 
gaggaagaag 
agtaggccac 
gatctcacac 
gaacagaata 
gcatcaaaga 
ccaggcaaac 
gtgtgggtcc 
ggctattgat 
ttgggataat 
gtgactggct 
atgcatttga 
ttttgagaat 
aaaaaaaaa 



ttggcacccg 
acgtgtgcct 
ccggccctga 
gcacccatgg 
acgttgggca 
aggaagaccg 
agcagcaaat 
tggatacctc 
ggggaatggg 
ttcagcagga 
ttgaccgaga 
tctgcagggt 
ttcactcagg 
ttgacacttt 
gggaagatga 
ttgagaagaa 
cctttgaatc 
agagattgaa 
cgttcatgtc 
acctgagaac 
taaagccagc 
acaaagctaa 
aattaaaaac 
taatgagaat 
agaaagaaaa 
agccagagat 
attttaaaga 
aagattatca 
atgaatatga 
ttccaccaac 
cacctgaagg 
tgcttcagaa 
gtatcaaatt 
tttcgttctg 
tatttatgtt 
ttgtaaagtg 



tagcttgaaa 
ggagcaccct 
cggagaatgc 
cacttttctc 
tgttgttcgc 
agaggcagaa 
attgttggag 
tgaaaggaag 
agaagatgca 
aagggaggcc 
aggagaagaa 
gagattacct 
aaagaaaaaa 
gggattgctt 
agacttttat 
gcgtctgaac 
attggttgca 
agcctcaagc 
agaaatgaaa 
ttttgaactg 
agagattcca 
aaagcttaca 
tggaacagta 
gaaagatgag 
ggaggagcat 
agagccagaa 
aacccaaacc 
agactgtagc 
gaaaagcaga 
actttcttcc 
tcaaagtgga 
tcccaaaaga 
gaatggccag 
tgttcttggc 
taaaagtgtt 
agagacatga 



gggacgagtt 
tcggtgtctc 
gacagcaacg 
aacaaaactc 
tttggaggca 
tccgagttaa 
aagaagatgc 
ataaatgctg 
gtagaggatg 
ttttatataa 
ttagaatatg 
gtggacgatt 
gaagcaatga 
cggcaggaag 
gatagtgatg 
agaatgaaga 
aaattaaatg 
caagttctat 
tcaggcagta 
aggaaagaac 
gaactaaaaa 
ttgcctctat 
gggaagttac 
cctgaagtag 
gaaaagaaaa 
gcagcagtgc 
catgaaaaca 
aaaaccactt 
ggtgaattga 
aaatatcctg 
gatggcagaa 
aaaccttgtg 
agaagtttag 
ttcctaaatt 
tatatatgta 
tcctattaaa 



actgcctttt 
ggtaccacgc 
ggccgggctt 
gcatcccacc 
gcacccggct 
cagtaacaca 
taggagaaga 
gtagccaaga 
atgctgaaga 
aggatcccaa 
aatttgatga 
caactggaaa 
tccagtgctc 
cagtatctcg 
atgacacatt 
aggctggcaa 
atgctgaaag 
cagagtctcc 
cattagatgg 
aacagagact 
agactgaaac 
ttggtgccat 
cccccaagcg 
aagaggagga 
aactggagga 
aggaaatgag 
tgtctcaact 
cattgtgcgc 
agaaaaagaa 
aagatgaccc 
cccatcttaa 
gaccatgtga 
atgattattt 
tatctgccca 
tgtaaaaagg 
ataagaaggc 



cgggaggctg 
agtgctgcag 
ctacctctac 
tcgcacctac 
ctttatcctg 
gttgaaggaa 
ctcagatgaa 
tgatgagatg 
gaaccctatt 
aaaggctctc 
acagggacat 
acaactggtg 
attggaagct 
gaaaaggaaa 
tcttgatagg 
gattgatgag 
ggaactttct 
atctcaggat 
tgtgtcccgg 
taaagggtta 
tcagactaca 
gaaaggagga 
tccagaactc 
ggaagaggaa 
tggaagcctc 
gcctcccaca 
tagcgaggaa 
aggaccctca 
aacacctggt 
agactactgt 
tgacaagtat 
catggaatat 
gtaagatctg 
tatgattctc 
gaaccatatg 
aaaaaaaaaa 
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REFERENCE 
AUTHORS 

TITLE 
JOURNAL 
REFERENCE 
AUTHORS 
TITLE 
JOURNAL 

REFERENCE 
AUTHORS 
TITLE 
JOURNAL 



COMMENT 
FEATURES 

source 



Protein 



CDS 



AAK29177 796 aa PRI 09-APR-2001 

adaptor protein kanadaptin [Homo sapiens] . 

AAK29177 

gl3562130 

AAK29177.1 GI: 13562130 
accession AY028435.1 

human . 

Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 

1 (residues 1 to 796) 

Kittanakom, S . , Akkarapatumwong, V . , Cheunsuchon, B . , Malasit,P. and 

Yenchitsomanus, P. 

Human kanadaptin cDNA sequence 

Unpublished 

2 (residues 1 to 796) 
Akkarapatumwong, V . 
Direct Submission 

Submitted ( 06-MAR-2001 ) Institute of Molecular Biology and 
Genetics, Mahidol University, Nakorn Pathom 73170, Thailand 

3 (residues 1 to 796) 

Kittanakom, S. , Cheunsuchon, B . , Malasit,?. and Yenchitsomanus, P . 
Direct Submission 

Submitted ( 06-MAR-2001 ) Research and Development and Department of 
Pathology, Faculty of Medicine Siriraj Hospital, Mahidol 
University, Prannok Road, Bangkok 10700, Thailand 
Method: conceptual translation supplied by author. 
Location/Qualifiers 
1. .796 

/organism="Homo sapiens" 
/db_xref-"taxon: 9606" 
/chromosome="2 " 
/ t is sue_type=" kidney" 
1. .796 

/product="adaptor protein kanadaptin" 
1. .796 

/coded_by="AY028435. 1:259. .2649" 



ORIGIN 



// 



1 mlaplrnapg regatspspp tdatgslgew dvdrnvkteg wvskeriskl hrirmadils 

61 qsetlasqdl sgdfkkpalp vspaarskap assssnpeev qkegptalqd snsgepdipp 

121 pqpdcgdfrs Iqeeqsrppt avsspggpar appyqeppwg gpatapysle tlkggtilgt 

181 rslkgtsycl fgrlsgcdvc lehpsvsryh avlqhrasgp dgecdsngpg fylydlgsth 

241 gtflnktrip prtycrvhvg hvvrfggstr Ifilqgpeed reaeseltvt qlkelrkqqq 

301 illekkmlge dsdeeeemdt serkinagsq ddemgctwgm gedaveddae enpivlefqq 

361 ereafyikdp kkalqgffdr egeeleyefd eqghstwlcr vrlpvddstg kqlvaeaihs 

421 gkkkeamiqc sleacrildt Igllrqeavs rkrkaknwed edfydsdddt fldrtgliek 

481 krlnrmkkag kidekpetfe slvaklndae relseiserl kassqvlses psqdsldafm 

541 semksgstld gvsrkklhlr tfelrkeqqr Ikglikivkp aeipelkkte tqttgaenka 

601 kkltlplfga mkggskfklk tgtvgklppk rpelpptlmr mkdepeveee eeeeeeeeke 

661 keehekkkle dgslsrpqpe iepeaavqem rpptdlthfk etqthenmsq Iseeeqnkdy 

721 qdcskttslc agpsaskney eksrgelkkk ktpgpgklpp tlsskypedd pdycvwvppe 

781 gqsgdgrthl ndkygy 
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